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identify motifs common to two or more members of a 
population of polypeptide character string variants in 
which at least a subset of the population of 
polypeptide character string variants includes at 
least one property to produce a motif data set 



correlate at least one motif from the motif data set 
with the at least one property to produce a motif 
scoring function 
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polypeptide character string 



FIG. 15 



17/17 




